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Omnibus (GSE28299). Statistical comparison between pcDNA and Rab25 transfected groups was done using the BRB Array Tools software (V.3.5) as described (Lee et al 2006) . To select genes that were differentially expressed between two groups of tissues, we used a class-comparison two-sample t-test tool in BRB ArrayTools that enabled estimation of the false discovery rate, and a cutoff of P < 0.001 to limit the maximum allowed number of false-positive genes to <10.
Class prediction was done using a compound covariate predictor tool available as part of the BRB Array Tools software. A leave-one-out approach was then employed to test the ability of the compound covariate predictor to assign pcDNA-like or Rab25-like class to each sample. A permutation test was used to assess the significance of the cross-validated error rate. Detailed BRB tool technical information can be found from the Biometric The gene expression data were organized using hierarchical clustering to facilitate visualization of commonalities and differences in gene expression across the set of cell lines. These analyses were restricted to the selected differential expression set of gene Probe sets corresponding to the same gene were down-weighted inversely proportional to their frequency prior to clustering (Wouters et al., 2003) . Agglomerative clustering (Eisen et al., 1998) was applied to probe sets and cell lines using the uncentered Pearson's correlations. Resulting clusters were visualized using Java TreeView (Saldanha, 2004) .
External datasets
Published studies with clinical and genomic data were acquired from Gene Expression 
